Proteasome alpha subunits (PSMAs) have been shown to participate in the malignant progression of human cancers. However, the expression patterns and prognostic values of individual PSMAs remain elusive in most cancers. In the present study, we investigated the mRNA expression levels of seven PSMAs in different kinds of cancers using Oncomine and The Cancer Genome Atlas (TCGA) databases. The prognostic significance of PSMAs was also determined by Kaplan-Meier Plotter and PrognScan databases. Combined with Oncomine and TCGA, the mRNA expression levels of PSMA1-7 were significantly upregulated in breast, lung, gastric, bladder and head and neck cancer compared with normal tissues. Moreover, only PSMA6 and PSMA5 were not overexpressed in colorectal and kidney cancer, respectively. In survival analyses based on Kaplan-Meier Plotter, PSMA1-7 showed significant prognostic values in breast, lung and gastric cancer. Furthermore, potential correlations between PSMAs and survival outcomes were also observed in ovarian cancer, colorectal cancer and melanoma by Kaplan-Meier Plotter and PrognScan. These data indicated that PSMAs might serve as novel biomarkers and potential therapeutic targets for multiple human cancers. However, further studies are needed to explore the detailed biological functions and molecular mechanisms involved in tumor progression.
INTRODUCTION
Cancer, as a global health problem, accounts for the leading cause of death in most countries and regions, but remains a major challenge in current medicine [1] . In 2016, a total of 1,685,210 new cancer cases and 595,690 cancer deaths are predicted to occur in the United States [2] . Despite improved diagnostics, advanced surgical methods and growing numbers of anti-cancer drugs and targeted therapies, cancer is still a major limitation of patients' life quality and a severe social and economical burden. It is thus imperative to investigate the underlying mechanisms of cancer initiation and progression, as well as to identify potential biomarkers for improving diagnosis, therapy and prognosis.
The 26S proteasome, consisting of 20S proteasome core and 19S regulatory particles, is a multi-subunit complex playing a central role in degrading obsolete and impaired endogenous proteins [3] . Emerging evidence has indicated that multiple subunits of proteasome were strongly implicated in regulating the biological progression of cancer cells such as proliferation, apoptosis, cell cycle, DNA repair, invasion and metastasis [4] [5] [6] [7] . Aberration and abnormal expression of proteasome subunits have been demonstrated in many tumors including breast cancer [8] , lung cancer [5, 7] , hepatocellular carcinoma [9] and colorectal cancer [10] . For instance, PSMB4, a subunit of the 20S core complex, has been shown to be upregulated in epithelial ovarian cancer, and overexpression of PSMB4 was significantly related to clinicopathological characteristics and worse prognosis in epithelial ovarian cancer patients [11] . Another well studied oncoprotein PSMD10 is frequently overexpressed in hepatocellular carcinoma (HCC) and regulates the balance between apoptosis and cell cycle via the degradation of RB1 and TP53 [12, 13] . Overexpression of PSMD10 promotes
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HCC invasiveness and metastasis, and could serve as a valuable biomarker for recurrence and survival [9] .
Proteasome alpha subunits (PSMAs) are major components of the 20S proteasome core complex. Two rings formed by alpha subunits are necessary for proteasome assembly and the binding of the 19S or 11S regulatory complex [14] . There are seven unique alpha subunits, PSMA1-7, of which several have been demonstrated to be closely associated with cancers. A previous study reported that the mRNA expression of PSMA1 and PSMA5 were significantly increased in pulmonary neuroendocrine tumors compared to normal tissues [5] . Polymorphisms in PSMA4 contribute to lung cancer susceptibility, and upregulated PSMA4 in lung cancer plays an important role in regulating cell proliferation and apoptosis [15, 16] . PSMA7 participates in the degradation of multiple proteins that are necessary for the replication of hepatitis B virus, which is closely related to the development of HCC [17, 18] . In addition, the expression of PSMA7 has been shown to be overexpressed in colorectal cancer and was significantly associated with prognosis in cancer patients [19] . Depletion of PSMA7 in colorectal cancer cells had an inhibition effect on cell invasion and migration [4] . These preliminary studies suggest that PSMAs are involved in multiple human cancers, but a comprehensive analysis of the seven genes, which might act as potential therapeutic targets or prognostic biomarkers, is still absent.
In the present study, we investigated the mRNA expression differences between tumor and normal tissues in multiple cancers for PSMA1-7 using Oncomine and TCGA databases. Additionally, the prognostic significance of these PSMAs was also determined via Kaplan-Meier Plotter (KM Plotter) and PrognScan databases.
RESULTS

The mRNA expression patterns of PSMAs in human cancers
Oncomine was used to investigate the mRNA expression differences of the seven PSMAs between tumor and normal tissues in multiple cancers. As shown in Figure 1 , the database contained a total of 353, 357, 353, 346, 355, 353 and 309 unique analyses for PSMA1, PSMA2, PSMA3, PSMA4, PSMA5, PSMA6 and PSMA7, respectively. There were 11 studies showing a significant statistical difference for PSMA1, of which 10 showed that mRNA expression level of PSMA1 was increased in tumor than normal tissues in seven kinds of cancers, while one regarding brain and CNS cancer showed an opposite result. As for PSMA2, all 24 datasets with statistical significance revealed higher expression levels of PSMA2 in cancer tissues than in normal tissues. 18 analyses showed increased expression of PSMA3 in tumors, while two showed a significantly decreased expression level in brain and CNS cancer. Compared with normal tissues, PSMA4 was expressed at a much higher level in tumors, demonstrated by 36 analyses involving nine kinds of carcinomas, but six studies showed a reduced expression level of PSMA4 in breast cancer, leukemia, lymphoma and two other cancers. PSMA5 was shown to be upregulated in nine types of cancers by 25 studies and downregulated in breast cancer and myeloma by two analyses. Overexpression of PSMA6 and PSMA7 was found in tumors compared with normal tissues based on 29 and 32 studies, respectively. Meanwhile, only four studies for PSMA6 and two for PSMA7 showed that the mRNA expression level in tumors was lower than in normal samples. Together, among all the datasets with significantly statistical differences, most revealed higher transcription levels of the seven genes in tumors than in normal tissues.
Transcription levels and prognostic significance of PSMAs in breast cancer
We first analyzed the mRNA expression level of PSMAs in breast cancer in Oncomine database via cancer vs. normal analysis. There were a total of 13 datasets comparing the mRNA expression level differences between tumors and normal tissues in breast cancer. Among the 13 datasets, all of them were available for PSMA1-3 and PSMA5-6, while only 10 datasets for PSMA4 and nine for PSMA7. For both PSMA1 and PSMA2, no datasets revealed significant difference between the breast cancer group and normal tissue group (Figure 1 ). PSMA3 was found to be significantly elevated in invasive lobular breast carcinoma compared with normal tissues in Radvanyi's dataset [20] . PSMA4 was upregulated in invasive ductal breast carcinoma and lobular breast carcinoma in datasets from Zhao [21] and Radvanyi [20] , while it was downregulated in invasive breast cancer compared with normal breast tissues in Finak's dataset [22] . In a group of datasets including Perou [23] , Curtis [24] , Sorlie [25] , Sorlie 2 [26] , Radvanyi, and Zhao [21] , the mRNA level of PSMA5 was significantly overexpressed in cancer tissues. However, Finak's dataset [22] showed an opposite result for PSMA5. According to Perou's dataset [23] and two analyses of Sorlie [25] , PSMA6 was markedly elevated in ductal breast carcinoma compared to normal tissues. The mRNA level of PSMA7 was higher in breast cancer than in normal samples in Richardson's datasets 2 [27] , but was lower in Finak's study [22] . All of the results with statistical significance are summarized in Table 1 . Then, the mRNA HiSeq expression data of TCGA was utilized to further determine the expression of the seven PSMAs in breast cancer. As shown in Figure 2 , all of the seven genes were significantly overexpressed in 1095 cases of breast cancer compared with 113 normal samples.
Subsequently, the prognostic effects of PSMAs were determined in KM Plotter database (www.kmplot.com). Table 2 ). Increased mRNA levels of PSMA5 and PSMA7 were also related to overall survival (OS) with HR = 0.58 (0.41-0.83), p = 0.003 and HR = 1.52 (1.20-1.93), p < 0.001, respectively, and distant metastasis free survival (DMFS) with HR = 0.61 (0.44-0.85), p = 0.003 and HR = 1.32 (1.08-1.62), p = 0.007, respectively, but not post progression survival (PPS) ( Table 2) . In recent years, four intrinsic biological subtypes of breast cancer including luminal A, luminal B, HER2-enriched and basallike have been revealed by comprehensive transcriptional profiling studies and have been shown to be robust for predicting treatment sensitivity and survival outcomes [23, 28] . Therefore, subgroup analyses based on these four intrinsic subtypes were carried out. Intriguingly, upregulated PSMA1-4 and PSMA6-7 were all significantly associated with worse RFS in the luminal A and B groups, but not in the basal-like or HER2-enriched group. In addition, high expression of PSMA5 was associated with better prognosis in patients with the luminal A or basal-like types, which was consistent with the overall cohort. The results of the subgroup analyses are summarized in Supplementary Table S2. 
Transcription levels and prognostic significance of PSMAs in lung cancer
Likewise, Oncomine database was utilized to compare the mRNA expression levels of PSMAs in lung cancer and normal tissues. With our thresholds (p-value = 0.01; fold change = 2; gene rank: 10%, data type: mRNA), none of the datasets revealed statistically significant differences between lung cancer group and normal tissue group for PSMA1 or PSMA4. Two comparisons of Bhattacharjee's dataset [29] indicated that the PSMA2 mRNA levels were higher in small cell lung cancer and lung carcinoid tumor tissues than in normal samples. In Yamagata's dataset [30] analyzing large cell lung carcinoma vs. normal tissue, the mRNA expression level of PSMA3 was significantly upregulated in tumor tissues. PSMA5 was also shown to be overexpressed in lung cancer according to Garber's datasets [31] . Two studies of Yamagata [30] showed that the expression level of PSMA6 was significantly elevated in lung adenocarcinoma and large cell lung carcinoma compared to normal lung tissues. As for PSMA7, the mRNA expression level was dramatically elevated in squamous cell lung carcinoma [29] . All of the results with statistically significant results are shown in Table 3 . However, we noticed that the sample sizes of these datasets were relatively small. For instance, there were only five tumor cases against three normal controls in Yamagata's dataset [30] . This may diminish the statistical differences between tumor and normal tissues. Therefore, we further examined Figure 3 , the expression of all seven PSMAs in lung cancer tissues was remarkably higher than in normal tissues. Next, the mRNA expression levels of PSMAs in normal tissues were separately compared with lung adenocarcinoma and lung squamous cell carcinoma. In line with the overall comparison, the transcription levels of PSMAs were significantly increased in both lung adenocarcinoma and lung squamous cell carcinoma (Supplementary Figure S1) . Table 4 . In a further analysis, patients were stratified 
Transcription levels and prognostic significance of PSMAs in gastric cancer
In Oncomine database, there were five datasets that compared the expression differences between gastric cancer and normal tissues for PSMA1-6, and four datasets for PSMA7. No statistically significant differences of mRNA expression were observed between tumor and normal tissues for PSMA1-6 in any of the five datasets with the thresholds we applied. However, compared with 31 gastric mucosa samples, the mRNA expression level of PSMA7 was significantly upregulated in gastric intestinal type adenocarcinoma (cases = 26, fold change = 2.516, p < 0.001) and gastric mixed adenocarcinoma (cases = 4, fold change = 2.555, p < 0.001) in DErrico's dataset [32] . Considering the limited number of cases in Oncomine, the TCGA database involving 384 gastric cancer and 37 normal samples were further used to confirm the potential expression difference of PSMAs between tumors and normal tissues. All of the seven genes were remarkably overexpressed in gastric cancer compared with normal tissues (Figure 4) .
The correlations between PSMAs and survival outcomes of gastric cancer patients involving OS and FP were then determined in KM Plotter database. The prognostic effects of the seven genes are shown in Table 5 . Intriguingly, high mRNA expression levels of all PSMAs were significantly related to better OS with HR = 0.67 
Transcription levels and prognostic significance of PSMAs in several other cancers
As for ovarian cancer, the Oncomine database revealed no significant differences in the mRNA expression of PSMAs between ovarian tumors and normal tissues (Figure 1) . Meanwhile, the mRNA levels of PSMAs could not be compared between tumors and normal tissues in TCGA database due to the lack of normal ovarian samples. Next, we examined the prognostic significance of PSMAs in KM Plotter database, and the results showed that only PSMA1 was associated with PPS (HR = 0.83; 95% CI: 0.70-1.00; p = 0.044) for ovarian cancer patients (Table 6) .
In colorectal cancer, it was previously reported that the mRNA and protein expression levels of PSMA7 were much higher than in normal tissue, and a high protein expression of PSMA7 was significantly associated with worse OS for colorectal cancer patients [19] . In line with this study, eight comparisons from five datasets including Ki [33] , Skrzypczak [34] , TCGA, Skrzypczak 2 [34] and Hong [35] revealed that the mRNA level of PSMA7 was increased in different types of colorectal cancer compared with normal tissues. Moreover, PSMA3 and PSMA4 were also upregulated in rectal adenoma compared with normal tissues from Sabates-Bellver's datasets [36] (Table 7) . In the TCGA database, PSMA1-5 and PSMA7 were overexpressed in colorectal cancer tissues examined by mRNA HiSeq expression data ( Figure 5A) . Alternatively, the prognostic values of PSMAs were then determined by the PrognScan database because survival data of colorectal cancer was absent in KM Plotter. The probe IDs selected in PrognScan database were consistent with the desired Affymetrix IDs in KM plotter. The results showed that only elevated mRNA of PSMA7 predicted worse DFS (HR = 3.02, 95% CI: 1.34-6.81, p = 0.008) in Smith's study [37] . The correlations between the mRNA expression of PSMAs and survival outcomes of colorectal cancer patients reported by PrognScan database are summarized in Table 8 .
For bladder cancer, Oncomine included only four datasets that were available for cancer vs. normal analysis, of which Dyrskjot [38] and Sanchez-Carbayo's dataset [39] respectively showed elevated expression levels of PSMA2 and PSMA5 in bladder cancer compared to normal tissues (Table 7) . However, all seven genes were overexpressed in cancer tissues examined by mRNA HiSeq expression data in the TCGA database ( Figure 5B ). In the PrognScan database, only one study for each gene was retrieved, but no significant association was found between PSMAs and OS for bladder cancer patients (Table 9 ). In kidney cancer, Jones's dataset [40] showed that the mRNA expression levels of PSMA1-4 were upregulated in renal pelvis urothelial carcinoma compared with normal kidney tissues ( Table 7) . In Yusenko's dataset [41] , the transcription levels of both PSMA3 and PSMA6 were higher in renal Wilms tumor than in normal tissues. PSMA7 was overexpressed in kidney cancer analyzed by Higgins and Yusenko's datasets [41, 42] . Consistent with the trend seen in Oncomine, the expression levels of PSMA1-4 and PSMA6-7 were significantly increased in 889 kidney cancers compared with 129 normal tissues in the TCGA mRNA HiSeq expression data ( Figure 5C ). Furthermore, analyses were also performed in different subtypes of kidney cancer including chromophobe cell, clear cell and papillary cell carcinoma by the TCGA data (Supplementary Figure S2) . Compared with normal kidney tissue, PSMA1, PSMA3 and PSMA7 were upregulated in kidney chromophobe cell carcinoma, whereas PSMA5 was downregulated. The expression levels of PSMA1-3 and PSMA6 were higher in kidney clear cell carcinoma than in normal samples. Except for PSMA3, all PSMAs were significantly upregulated in kidney papillary cell carcinoma compared with normal tissue. However, since survival data was not available in the KM Plotter or PrognScan databases, we were unable to investigate the prognostic effects of PSMAs in kidney cancer.
With respect to melanoma, the mRNA expression levels of PSMA1, PSMA3, PSMA5 and PSMA6 were upregulated in melanoma compared with normal tissues according to Haqq's dataset [43] (Table 7) . In Talantov's dataset [44] , PSMA4 was higher in 45 cutaneous melanomas than in seven normal skin samples. However, we were not able to compare the expression difference of PSMAs between tumors and normal tissues in the TCGA database due to the lack of normal samples. Subsequently, the PrognScan database was used to investigate the prognostic significance of the PSMAs in melanoma.
As shown in Table 10 , PSMA1, PSMA3 and PSMA7 were significantly associated with survival outcomes in melanoma patients [45, 46] . In head and neck cancer, there were a total of 15 datasets investigating PSMAs mRNA expression in tumor and normal tissues in Oncomine database. In Pyeon's multi-cancer datasets [47] , the mRNA expression levels of all seven genes were shown to be upregulated in several kinds of head and neck cancers compared with normal tissues (Table 11 ). PSMA4 mRNA was also found to be significantly elevated in datasets including Frierson [48] , Talbot [49] , Cromer [50] and Estilo [51] . In addition, Ginos's dataset [52] showed an increased expression level of PSMA5 in head and neck squamous cell carcinoma. However, since the survival data was absent in KM Plotter and PrognScan, we could not investigate the prognostic effects of PSMAs in head and neck cancer.
DISCUSSION
The proteasome is engaged in the degradation of numerous proteins involved in critical physiological functions in human cancers. Elevated proteasome activity has frequently been detected in different types of tumor cells, which is consistent with the fact that malignant cells are generally more sensitive to proteasome inhibitors than non-cancerous cells [53, 54] . Along with high proteasome activity, the expression of many proteasome subunits has been reported to be upregulated in different kinds of tumors compared with normal tissues, thus indicating that elevated proteasome subunits might be the underlying mechanism of high proteasome activity and therefore may represent key points for drugs targeting proteasome in cancer [54] [55] [56] . In this context, Deng and colleagues demonstrated that the expression of six proteasome subunits including PSMA1, PSMB5, PSMD1, PSMD2, PSMD8 and PSMD11 was increased over three-fold in breast cancer tissues when compared to adjacent normal tissues [8] . Upregulation of PSMA6, PSMB4, PSMC2 and PSMD12 was also observed in hepatocellular carcinomas in p21-HBx transgenic mice [57] . Combined with higher proteasome activity, increased levels of PSMA5 and PSMAD4 could be detected in colorectal cancer [55] .
In this study, we systematically analyzed the mRNA expression levels of PSMA1-7 in multiple human cancers based on Oncomine and TCGA databases. The results showed that the mRNA expression levels of all seven PSMAs were significantly upregulated in breast, lung, gastric, bladder and head and neck cancer compared with normal tissues. In colorectal cancer, PSMA1-5 and PSMA7 were demonstrated to be overexpressed in tumor tissues. Notably, although PSMA1-4 and PSMA6-7 were increased in overall kidney cancer, the transcriptional patterns of PSMAs were different among the three subtypes. For instance, the mRNA expression level of PSMA3 was elevated in kidney chromophobe cell carcinoma, but not in clear cell or papillary cell carcinoma. Moreover, we also revealed that melanoma had higher levels of PSMA1 and PSMA3-6 compared with normal tissues. It has been reported that many proteasome subunits are significantly associated with various clinicopathological features and survival outcomes for cancer patients. In ovarian cancer, high expression of PSMB4 was closely related to tumor grade, tumor stage, lymph node, ascites and Ki-67, as well as worse OS [11] . Hepatocellular cancer patients with higher expression of PSMD10 were found to be characterized by increased tumor size, vascular invasion as well as intrahepatic or distant metastasis and would suffer a poor OS or shorter DFS than low-expression patients [9] . Langlands et al. demonstrated that positive expression of PSMD9 was significantly correlated with higher rates of local recurrence after radiotherapy in breast cancer [58] . Another study reported that overexpression of PSMD2 predicted a poor prognosis for lung adenocarcinoma patients [7] .
Nevertheless, as for the PSMAs, only a limited number of studies have investigated the prognostic significance in human cancers. One clue provided by a previous study showed that overexpression of PSMA7 in protein level was significantly associated with liver metastasis and worse prognosis in colorectal cancer [10] . Hence, it is reasonable to speculate that the mRNA expression of certain PSMAs might correlate with survival outcomes for cancer patients. In the present study, we found that high expression of PSMA1-4 and PSMA6-7 was significantly associated with worse prognosis in breast cancer, while PSMA5 was related to better OS, RFS and DMFS. Moreover, we also observed that these significant correlations were specifically present in the luminal A and B subtypes of breast cancer. In lung cancer, PSMA1-2, PSMA4 and PSMA5 were correlated with better prognosis, whereas PSMA6 and PSMA7 predicted worse survival outcomes. However, such correlations might only be applicable to lung adenocarcinoma but not squamous cell carcinoma. Intriguingly, all seven genes were significantly associated with better prognosis for overall gastric cancer and HER2-negative gastric cancer. In ovarian cancer, only PSMA1 was marginally correlated with PPS. Although significant association between certain PSMAs and clinical outcomes was observed in colorectal cancer and melanoma, caution should be taken due to the limited number of cases. Regretfully, survival data for bladder, kidney and head and neck cancer were not available in the KM Plotter or PrognScan databases. As important components of the proteasome, accumulating evidence indicates that proteasome subunits could exert different biological functions in a proteasomedependent or independent manner. For example, the most well studied subunit of proteasome, PSMD10, not only performs a proteolytic role in the degradation of multiple proteins, but also plays a non-proteolytic role in transcriptional regulation, protein trafficking and signal transducer activation [59] [60] [61] [62] . Likewise, the PSMAs also exhibit multiple functions involved in various aspects of tumor progression. Knockdown of PSMA7 in myeloid leukemia cell K562 resulted in a marked proliferation inhibition [63] . Although PMSA7 knockdown in colorectal cancer cell line RKO showed no impact on proliferation or cell cycle, depletion of PSMA7 was demonstrated to significantly suppress tumor formation in vitro and in vivo, as well as inhibit RKO cell invasion and migration [4] . NOD1 is regulated by PSMA7 in a proteasome-dependent manner, and overexpression of PSMA7 inhibits NOD1-mediated colorectal cancer cell apoptosis [64] . The non-small cell lung cancer cell lines A549 and NCI-H460 treated with PSMA1 siRNA showed a loss of the chymotrypsinlike activity of proteasome and a significant decrease in homologous recombination-mediated repair of I-SceI-induced DNA double strand breaks [6] . PSMA3 participates in the ubiquitin-independent degradation of p21, which as a cyclin-dependent kinase inhibitor plays various central roles in cellular processes, by binding and recruiting p21 into proteasome for degradation [65, 66] . Considering the widespread involvement of PSMAs in tumor processes, the potential therapeutic benefits of targeting PSMAs, as well as the limited publications regarding specially PSMA1, PSMA2, PSMA3 and PSMA5, many more studies are needed to further disclose the molecular mechanisms of PSMAs in multiple cancers. In summary, our study systematically analyzed the mRNA expression levels and prognostic significance of PSMAs in different human cancers. These PSMAs exhibited significant expression differences between tumor and normal tissues in various types of cancer. Moreover, several PSMAs showed great prognostic significance for cancer patients. Future studies are needed to determine the detailed roles of PSMAs in tumor initiation and development, which may strengthen the evidence that PSMAs could be promising therapeutic targets and novel prognostic biomarkers for human carcinomas.
MATERIALS AND METHODS
Oncomine database analysis
Oncomine (http://www.oncomine.org), an online microarray database, was utilized to examine the mRNA expression difference of PSMAs between tumor and normal tissues in multiple human cancers. The thresholds were restricted as follows: p value: 0.01; fold change: 2; gene rank: 10%; data type: mRNA. For each gene, we performed comparisons by cancer vs. normal analysis. Cancer type, fold change, t-test value, p-value and sample sizes were obtained from studies that showed statistically significant differences.
TCGA database analysis
Integrin mRNA HiSeq expression data from the TCGA database involving breast cancer, lung cancer, gastric cancer, colorectal cancer and bladder cancer were downloaded from the Cancer Genomics Browser of University of California Santa Cruz (UCSC) (https:// genome-cancer.ucsc.edu/) version: 2015-02-24. Student's t-test was performed to investigate the mRNA expression differences between tumor and normal tissues. The boxplots were created by GraphPad software.
KM Plotter database analysis
We used KM Plotter (http://kmplot.com/analysis/) [67, 68] , which contains 4142 breast, 2437 lung, 1648 ovarian and 1065 gastric cancer patients with survival data, to determine the prognostic values of PSMAs in the above four cancers. KM Plotter includs only the Affymetrix HG-U133A, HG-U133 Plus 2.0 and HG-U133A 2.0 microarrays. For each gene symbol, the desired probe ID was identified according to the file of probe sets provided by KM Plotter. Cancer patients were divided into high and low expression group by the median values of mRNA expression, and survival analyses were carried out without follow-up restrictions. Briefly, the desired probe IDs representing the seven genes were separately entered into the database to obtain Kaplan-Meier plots. Number of cases, median values of mRNA expression levels, HRs, 95% CIs and p-values were extracted from the KM plotter webpage.
PrognScan database analysis
For the other kinds of cancers, PrognScan (http:// www.abren.net/PrognoScan/) [69] , a large database including publicly available microarray datasets with gene expression and survival data for several cancers, was applied to evaluate the prognostic effects of PSMAs. The microarrays and probe IDs selected for each gene were in line with those used in the KM plotter database. The results of the survival analyses were downloaded from PrognScan database.
